**Specifications Table**TableSubject areaGeneticsMore specific subject areaMolecular genetics, hemodialysis researchType of dataTables and figureHow data was acquired7900 HT Fast Real-Time PCR System (Applied Biosystems (ThermoFisher, USA)), SDS 2.3 software (Applied Biosystems, ThermoFisher, USA), STATA 12.0 software and Haploview software (Broad Institute, USA)Data formatAnalyzedExperimental factorsGenomic DNA was extracted from whole blood samplesExperimental featuresGenotyping of four SNPs was carried out using real time PCR with TaqMan validated probes (Foster City, CA)Data source locationHospital Universitari de Bellvitge, Hospitalet de Llobregat, Barcelona, SpainData accessibilityThe data is available within this article

**Value of the data**•This dataset provides several ANRIL SNPs frequencies in an hemodialysis cohort of patients.•The selected SNPs rs10757278, rs4977574, rs10757274 and rs6475606 follow the Hardy-Weinberg equilibrium and are in linkage disequilibrium.•rs10757278 ANRIL SNP can be a representative SNP of a strong linkage disequilibrium block that showed significant genotypic association with major adverse cardiovascular events in patients on hemodialysis [@bib1].•Our data can provide some insight into ANRIL haplotype patterns.1.**Data**

[Table 1](#t0005){ref-type="table"} describes genotypic frequencies regarding several ANRIL SNPs in an hemodialysis cohort of patients together with the corresponding Hardy-Weinberg p-values.

[Table 2](#t0010){ref-type="table"} summarizes the main statistical parameters in the linkage disequilibrium analysis and [Fig. 1](#f0005){ref-type="fig"} illustrates the Haploview linkage disequilibrium plot.

2. Experimental design, materials and methods {#s0005}
=============================================

2.1. Sample collection and genomic DNA extraction {#s0010}
-------------------------------------------------

This research was designed to be an observational follow-up study. Two hundred and eighty four chronic kidney patients that started on hemodialysis were collected from Bellvitge University Hospital. The study protocol was approved by the local Ethics Committee and informed written consent was obtained from all recruited subjects. Genomic DNA was extracted from peripheral blood of patients using the Wizard^®^ Genomic DNA Purification Kit (Promega Corporation, Sydney, Australia) and was stored at −80 °C until analysis

2.2. DNA genotyping {#s0015}
-------------------

Genotyping of the SNPs (rs10757278, rs4977574, rs10757274 and rs6475606) was carried out with real-time PCR using TaqMan SNP Genotyping Assay (Applied Biosystems, Foster City, CA, USA) in 384-well plates that included positive and negative controls. TaqMan PCR and genotyping analyses were carried out on the 7900HT Fast Real-time PCR System, Applied Biosystems (Thermo Fisher Scientific), according to the manufacturer׳s instructions. The SDS 2.3 software (Applied Biosystems, ThermoFisher, USA) was used for allelic discrimination.

Allele frequency distribution was tested for Hardy-Weinberg equilibrium ([Table 1](#t0005){ref-type="table"}) using *P* value of the Fisher׳s exact test:

Haploview software was used to verify the linkage disequilibrium pattern and for deducing the haplotype [@bib2] ([Table 2](#t0010){ref-type="table"} and [Fig. 1](#f0005){ref-type="fig"}).
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![Linkage disequilibrium plot generated by Haploview software showing *r*^2^ values within diamonds for selected ANRIL SNPs examined in hemodialysis patients. Significant combined *P* values are highlighted in dark grey.](gr1){#f0005}

###### 

Genotype distributions of the polymorphisms (%) and *P* Hardy-Weinberg disequilibrium test.

Table 1

                       ***P*****Hardy-Weinberg**        
  -------------------- --------------------------- ---- ------
  **rs10757278 A/G**                                    
  AA                   AG                          GG   
  23                   53                          24   0.64
  **rs4977574 A/G**                                     
  AA                   AG                          GG   
  24                   48                          28   0.85
  **rs10757274 A/G**                                    
  AA                   AG                          GG   
  24                   49                          27   0.98
  **rs6475606 C/T**                                     
  CC                   CT                          TT   
  20                   49                          31   0.97

*P* value for Fisher׳s exact test (Hardy-Weinberg disequilibrium test).

###### 

Linkage disequilibrium of investigated SNPs.

Table 2

  SNP1         SNP2         D'     r2     *P*
  ------------ ------------ ------ ------ ----------
  rs10757278   rs4977574    0,94   0,82   \<0,0001
  rs10757278   rs10757274   0,91   0,79   \<0,0001
  rs10757278   rs6475606    0,89   0,65   \<0,0001
  rs4977574    rs10757274   0,99   0,96   \<0,0001
  rs4977574    rs6475606    0,96   0,79   \<0,0001
  rs10757274   rs6475606    0,96   0,79   \<0,0001

*SNP:* single nucleotide polymorphism*, D'* coefficient of linkage disequilibrium normalized, *r2* correlation coefficient, *P* value pairwise comparison test.
